Materials and methods
A retrospective review of the NGH hospital epidemiology data base included 247 isolates of A. baumannii from 164 patients (submitted, BMC Infectious Disease). Cluster Software version 2.11 and TreeView software grouped resistance phenotypes into six categories (see Figure 1 ) [ 
Conclusion
Initial sequencing yielded 5,250,420 reads of 43bp each, yielding 225.76 Mb of total sequence. The reads from our isolate were aligned to MDR baumannii reference strain ACICU (NC_010611.1). Alignment was done with the Bowtie Aligner [7] . Of the 5.2 million total reads, 4,004,012 (76.26%) aligned to AICIU, with a mean coverage depth of 43.96 fold. Roughly 58% of the ACICU genome was covered by at least one read. We will next align the reads further with other baumannii reference strains including MDR AYE (NC_010410) and nonresistant strain SDF (NC_010400) in order to further characterize and annotate our isolate at the genomic level.
